Minute 5. Changes in membership and officers. B. Holmes had informed members of the Subcommittee electronically that Professor Eiko Yabuuchi had passed away in February 2008. The members present deeply regretted her death and expressed their gratitude for her contribution to this Subcommittee during her membership (1990) (1991) (1992) (1993) (1994) (1995) (1996) (1997) (1998) (1999) (2000) (2001) (2002) (2003) (2004) (2005) (2006) , to the Subcommittee for Pseudomonas and related organisms and to the taxonomy of many bacterial groups of clinical significance. Her contributions were recognized by the award of the Bergey Medal in 2000. No resignations had been received. J.-F. Bernardet had received a number of suggestions for possible new members. However, as all of them originated from countries already represented in the current membership and as the Subcommittee now comprises an appropriate number of members all devoting at least part of their research to taxonomic studies of members of the family Flavobacteriaceae and related bacterial groups, the members present felt that election of new members was not necessary for the immediate future. Both the Chairman and Secretary agreed to continue for one more term. A copy of the updated list of current members was given to the members present by the Secretary. The families Sphingobacteriaceae and Chitinophagaceae are well-defined and represent good candidates for the preparation of minimal standards. J. Bowman felt that minimal standards for the small and well-defined family Saprospiraceae should also be rather straightforward. Conversely, he considered that drawing up minimal standards for the family Cryomorphaceae would probably be difficult as it is diverse and contains many noncultivated organisms. A similar situation is found for the families Cytophagaceae and Flammeovirgaceae. J.-F. Bernardet will ask the authors of the corresponding chapters of the new edition of the Bergey's Manual whether they would be willing to draw up minimal standards for these families. This may prove difficult, however, as the Editor of this section, Noel Krieg, actually compiled published data to write the chapters on the families Sphingobacteriaceae and Saprospiracea as no experts were willing to do so. Alternatively, the authors of recently published species or genera could be solicited.
Minute 8. Next meeting. If no previous opportunity arises, the next Subcommittee meeting will be held at the Congress of the International Union of Microbiological Societies that will be held in Sapporo, Japan, in September 2011.
Minute 9. Adjournment. The closed meeting was adjourned at 10 : 25 on 7 August 2008. The description of novel species in the family Flavobacteriaceae displaying various types of appendages or flagella-like structures represents another important issue as the original description of the family clearly stated that its members are either non-motile or motile by gliding, i.e. devoid of flagellar motility. Polar flagella were reported in Polaribacter irgensii, but flagellar motility could not be observed. Cells of the five species of the genus Muricauda produce long and relatively thick appendages, but again no motility has been observed. Recently, motility by means of a single polar flagellum was reported in Flagellimonas eckloniae and active swimming motility was also observed in Planobacterium taklimakanense. The latter organism displayed no typical flagella but possessed long, relatively thick and distorted appendages. J. Bowman commented that he could not identify the genes involved in flagellar motility in any of the whole genomes available in the family Flavobacteriaceae. He also felt that trying to amplify some of these genes in bacteria that display flagellalike structures would be difficult as 30-40 different genes are known to be involved in this type of motility. A discussion arose on the whole-genome sequences that have been completed or are in progress for the taxa covered by this Subcommittee. J.-F. Bernardet announced that, following the publication of the sequence of one strain of the fish pathogen Flavobacterium psychrophilum in 2007, his group is currently sequencing the genome of several other strains of this species as well as that of another fish pathogen, Flavobacterium branchiophilum. The two other Flavobacterium species that will be sequenced by this group are the psychrophilic species Flavobacterium frigidimaris and the thermophilic species Flavobacterium indicum. Two US groups have determined the genome sequence of the third fish-pathogenic species, Flavobacterium columnare (in progress) and the environmental species Flavobacterium johnsoniae (completed). Among the human commensals or pathogens, the genome sequence of Capnocytophaga ochracea has been completed while those of Capnocytophaga gingivalis, Capnocytophaga sputigena and Chryseobacterium gleum are in progress. The genome sequence of the cellulose degrader Cytophaga hutchinsonii and of the marine organism 'Gramella forsetii' have been published while those of the following species are in progress: Croceibacter atlanticus, Dokdonia donghaensis, Kordia algicida, Leeuwenhoekiella blandensis, Pedobacter sp., Polaribacter irgensii, Psychroflexus torquis, Robiginitalea biformata, Zobellia galactanivorans and Zunongwangia profunda. Several of these species produce enzymes that are active at low temperatures and may have biotechnological applications in the future. J. Bowman is involved in the genome sequencing of Psychroflexus torquis and B. Holmes completed a number of papers, whilst one in progress is an extensive DNA-DNA hybridization study of Chryseobacterium and Elizabethkingia isolates in conjunction with Arnold Steigerwalt. In addition to the sequencing programme, J.-F. Bernardet explained that his group published the results of a multi-locus sequence typing study of 50 Flavobacterium psychrophilum isolates in 2008. Interesting insights on the structure and mode of evolution of this bacterial population were obtained. A similar study is now in progress at the genus level in which 100 loci are sequenced in 100 Flavobacterium strains representing 33 different species. Phylogenetic trees will be obtained for each locus and compared/concatenated. It is expected that this study will yield insights into the concept of species and on speciation mechanisms, ancestral population genetics and the routes of horizontal gene transfer in order to understand the relationships between the bacteria of the genus. Other on-going studies by the same group include functional genomics (development of a mutant library obtained by transposition and of screening strategies for the mutants in collaboration with J. Guijarro, University of Oviedo, Spain); epidemiology (using Flavobacterium psychrophilum field isolates from France and Japan); the genetic and functional bases of rainbow trout resistance to Flavobacterium psychrophilum (using in vivo challenges on rainbow trout homozygote clones), and proteome and transcriptome analyses.
J.-F. Bernardet announced that, following the first Flavobacterium conference held in West Virginia, USA, in 2007, he was organizing Flavobacterium 2009 to be held in Paris on September 21-23, 2009 (https://colloque2.inra.fr/ flavobacterium_eng/). At the time of preparation of these minutes, the conference had been held. It brought together 84 participants from 19 countries and 52 oral communications were presented. Although most of them dealt with the three fish pathogenic species, efforts were made to invite a number of experts to cover the 49 other, environmental species of the genus Flavobacterium. The conference was very successful and it was decided that the next Flavobacterium conference would be held in Turku, Finland, in 2012.
Minute 14. Adjournment. The open meeting was adjourned at 11 : 30 on 7 August 2008.
